ABSTRACT Escherichia coli sequence type 131 (ST131) is a foodborne pathogen increasingly associated with urinary tract infections. We report here the draft genomic sequence of ST131 B7S75, isolated from retail chicken skin, including information about its virulence factors and antibiotic resistance.
U
rinary tract infections affect ca. 10 million people in the United States annually, with 75% of those being women (1) . There is a close relationship between the consumption of retail poultry meat and urinary tract infections in humans (2, 3) . Sequence type 131 (ST131) strains, which are often antibiotic resistant, have rapidly emerged to become uropathogenic Escherichia coli strains of clinical significance, and they are found ubiquitously in humans, food animals, and the environment (4). Toward this end, E. coli ST131 B7S75, recovered from retail chicken skin in our laboratory, was subjected to genomic sequencing.
B7S75 was streaked on a Trypticase soy agar (TSA) plate and incubated at 37°C for 24 h. DNA was isolated from a single colony scraped from the TSA plate. Genomic DNA was extracted using the DNeasy blood and tissue kit (Qiagen, Hilden, Germany) and quantified in a Qubit 3.0 fluorimeter (Life Technologies, Carlsbad, CA, USA). The genomic DNA library was prepared using the Nextera DNA Flex library prep kit (Illumina, San Diego, CA, USA). Libraries were analyzed for concentration, pooled, and denatured for loading onto a flow cell for cluster generation. Denatured libraries were sequenced on the Illumina MiniSeq platform. A total of 6.7 ϫ 10 6 sequencing reads using 150-bp paired-end sequencing were obtained. Read quality was assessed with FastQC version 1.0.0 (Illumina BaseSpace Labs). The genome was assembled de novo using SPAdes (version 3.9.0), and 189 contigs (386-fold coverage) were obtained, the longest of which was 633,173 bp. Annotation was performed using the NCBI Prokary- Genomics data are now considered an integral part of risk assessment for food
